INTRODUCTION
Archaeological studies show the existence of differences within populations of prehistoric dogs in the same area. These studies also show that there were already distinguishable and separated classes of dogs about 5 000 years ago (Villemont et al, 1970 (Peters, 1969 (Olsen and Olsen, 1977; Clutton-Brock, 1984) , historical studies (Gomez-Toldra, 1985) , cranial, dental and skeletal morphology (CluttonBrock et al, 1976; Wayne, 1986) , comparative studies of behaviour (Scott, 1968) , and immunological and electrophoretic studies of proteins and blood enzymes (Leone and Anthony, 1966; Tanabe et al, 1974 (Felsenstein, 1986; Swofford, 1991) (Esquir6, 1982) .
Perdiguero de Burgos (Burgos Pointer)
This breed probably originated from matings between the Sabueso Espafiol and the short-coated Pachones from Navarra (Sanz Timón, 1982; Rousselet-Blanc, 1983; Gomez-Toldra, 1985; Delalix, 1986) . These Pachones from Navarra, also called Perros de Punta Ib4ricos, are the ancestors of the current English Pointer (Rousselet-Blanc, 1983; Sotillo and Serrano, 1985) .
Several authors (Villemont et al, 1970; Gondrexon and Browne, 1982; RousseletBlanc, 1983; Gomez-Toldra, 1985) have attributed a Celtic origin to the Bloodhounds. Most of the European Bloodhound breeds seem to descend from the Saint Hubert, a modern-day Belgian breed, the direct descendant of the Segusius of the Celts and the Gauls, which the Greek historian Arrian of Nicomedia talks about in his Cinegetics (Villemont et al, 1970; Rousselet-Blanc, 1983 (Guasp, 1982; Sotillo and Serrano, 1985; Delalix, 1986) agree that the origin of this breed seems to be the result of crossing between Podencos Ibicencos, Perdigueros (Ca NIe) and Rousselet-Blanc, 1983; G6mez-Toldrh, 1985) and that it was brought to Ibiza by the Phoenicians (Pugnetti, 1981; Maza, 1982; Delalix, 1986) , even though other hypotheses state that it arrived much later, with the Moslems, at the same time as the Galgo (Villemont et al, 1970; Rousselet-Blanc, 1983 ).
Podenco Canario (Canary Hound) Certain hypotheses (Delalix, 1986) (Farris, 1970) , is used when the ancestral state of the character is unknown; the second, using Camin and Sokal's method (1965) , presupposes the knowledge of the ancestrality. Several possible criteria have been proposed to infer the ancestral state of the character: the fossil record, the frequency criterion and outgroup analysis (Avise, 1983) . Each of these criteria has been seriously and justifiably criticized (Stevens, 1980) , although it has been recognized that the outgroup analysis provides a particulary compelling rationale for estimating the character state polarity (in our case, for example, the wolf, Canis lupus). We have chosen, however, the frequency criterion (the state of the character appearing most frequently in the group being examined) in order to make comparisons between these dendrograms and those obtained in a second study (Jordana et An evolutionary tree generated by a parsimony criterion was also computed using the phylogenetic analysis using parsimony computer package (PAUP) (Swof ford, 1991). The resulting tree was rooted and the midpoint rooting method (Farris, 1972) was chosen to give the tree an evolutionary direction. The PAUP package allows us also to compute the confidence limits of the topology by means of a bootstrap analysis (Efron, 1979) , adapted to the inference of phylogenies (Felsenstein, 1985) . One hundred bootstrap replicates were made, and a consensus tree was obtained based upon the majority-rule method (Margush and McMorris, 1981 The mean character difference (MCD) proposed by Cain and Harrison (1958) was also calculated as a measure of taxonomic resemblance. MCD varies between 0 and 1.
Fitch and Margoliash's method (1967) was used to find the unrooted tree that would best adapt to the matrix (FITCH program Alternatively, a rooted tree was computed by applying the KITSCH program (PHYLIP package). In this method, a tree similar to that generated by the cluster analysis was computed and subsequently the topology of the tree was altered in order to improve its goodness-of-fit. By assuming: a), that the expected rates of change are constant through all lines; b), that all the subpopulations are contemporary; and c), that the phenotypes behave as an evolutionary clock, this method can be regarded as an estimator of the phylogeny (Felsenstein, 1984, 198G) .
RESULTS

Qualitative analysis
The dendrograms resulting from the application of Wagner parsimony and Camin and Sokal's (Felsenstein, 1986) , and consequently cannot be considered as a definitive criterion to infer the true relationships. Figure 4 shows Figure 5 shows the tree that best adjusts to the matrix of data. The sum of squares had a value of 0.183, whereas the average percent standard deviation was 4.5G%. In the tree in figure 5, 
